ABSTRACT Non-albicans Candida species are growing in prominence in industrial biotechnology due to their ability to utilize hemicellulose. Here, we present the draft genome sequences of an inhibitor-tolerant Candida tropicalis strain (Y6604) and Candida boidinii NCAIM Y01308 T .
introns) and 6,067 proteins (6,951 exons and 884 introns) in C. boidinii NCAIM Y01308 T . Reciprocal best BLAST hits (maximum E value, 1 ϫ 10 Ϫ10 ) for Y6604 proteins compared with the 6,254 proteins in the reference C. tropicalis (strain MYA-3404) assembly (11) identified 5,487 matching proteins, with 1,285 and 767 proteins unique to Y6604 and MYA-3404, respectively. A BUSCO (v3.0.1) (11) comparison between the 1,711 profiles within the order Saccharomycetales and the proteins predicted by AUGUSTUS suggested that the strain Y6604 and C. boidinii NCAIM Y01308 T gene sets were largely complete, with only 6% and 7% (96 and 112 genes, respectively) of the conserved orthologs, respectively, deemed missing. Accession number(s). The C. tropicalis strain Y6604 and C. boidinii NCAIM Y01308 T whole-genome shotgun projects have been deposited in DDBJ/ENA/GenBank under the accession numbers PKKZ00000000 and PKKY00000000, respectively. The versions described in this paper are the first versions.
